-2 - Table S1 . Putative virulence factors of A. hydrophila genomes (supplementary). Table S2 . Antibiotic resistance genes of A. hydrophila genomes predicted using ARDB. The O-antigen gene clusters of strains ML09-119, Al09-71 and pc104A were identical, however, because of the three genomes were annotated in different time and the genes in the O-antigen gene clusters were highly variable, the amounts of CDSs were different. These prophage regions were predicted with PHAST.
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26 Figure S3 . Virulence of A. hydrophila strains assessed in zebrafish. The virulence of A. hydrophila strains are depicted using LD 50 s in zebrafish.
